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incidence of maternal Near Eastern lineages among the Mizoram tribals suggests their claim to
Jewish ancestry cannot be excluded.
Background
Contemporary Jewish communities spread across Asia, Europe and North Africa trace their origins to ancient Judea and Israel. However, historical records that attribute these Jewish populations to the early dispersals from ancient Israel are often under dispute. Moreover, the origins of a number of minority populations that claim Jewish ancestry are seldom well documented. Prolonged geographic separation of these groups has led to variations in religious practices and languages that fail to throw up similarities that would indicate shared ancestries.
Interactions with local populations have also contributed towards diluting the purported ancestry of these Jewish populations. 3. Local legend describes presence of scattered remnants of the lost Jewish tribe of Menashe more than 1,000 years ago in a cave in China that then made its way across Thailand into India.
According to Hranglien Songate [1] , the tribes entered China after passing through Afganistan and Baluchistan. The ten lost tribes: Reuven, Dan, Naphtali, Gad, Asher, Issachar, Zebulun, Ephrain, Menasseh and Levi of ancient Israel were taken up as captives by Assyrians in 722 BC and taken to Persia following their exile in 457 BC. In 331 BC when Alexander the Great conquered Persia, Afghanistan and India, these tribes were sent away to Afganistan and other countries. The later migrations are said to have taken place eastwards through Hindukush until they reached the Tibetan region and China. In China, they were forced to serve as slaves.
Thus the process of assimilation and subjugation had started and the forefathers of the KukiChin-Mizo population are believed to be those who had resisted the assimilation and had made their way south through Thailand to Burma, India and Bangladesh. According to oral testimonies only a small part of the current Kuki people are originally related to the tribe of Menashe. The descendants of Menashe are supposed to have been assimilated by Kuki invaders at the end of 15 th century in northeastern India [2] .
Recent genetic studies have tried to establish similarities among groups sharing Jewish ancestry [3, 4] .Analyses of the paternally inherited Y-chromosome have revealed the occurrence of a specific microsatellite haplotype, 'Cohen modal haplotype' (within haplogroup J) at high frequency in Jewish Cohanim [5] , suggesting that it might be the genetic signature of ancient Hebrew population. The Cohen haplotype has been subsequently identified in both Jewish and non-Jewish Near Eastern populations [6, 7] as well as in populations such as the Lemba [8] , whose oral tradition suggested Jewish ancestry. Haplogroup J is reported to be the major haplogroup in Jewish populations [9] . Haplogroup R1a1 has been found to be predominant in Ashkenazi Levites [9] , while haplogroups R1b and R* have been identified in high frequencies among Sephardic Jews [10] . Mitochondrial DNA (mtDNA) analyses have also revealed population specific haplotypes [11, 12] by organic extraction method [24] . Quantity of the extracted DNA was estimated by slot blot technique using Quantiblot kit (Perkin Elmer, Foster City, CA, USA).
Genotyping Y-Chromosomal Analyses
Haplotypes: We genotyped all the population samples for 20 STRs of which the data for six markers [DYS19, DYS388, DYS390, DYS391, DYS392, DYS393, CMH markers] are presented in this paper. All the markers were amplified with 25ng of template DNA in a multiplex PCR following conditions described elsewhere [25] . The standardization has been performed with NIST primers in our laboratory. The amplified samples were genotyped on Genetic Analyzer 3100 (Applied Biosystems, USA) and the fragment lengths were converted to repeat numbers by the use of allelic ladders for further statistical analysis.
Haplogroups: In all the population samples we have typed a set of thirty-five biallelic markars including one Alu insertion on hierarchical basis for defining the male genetic lineage. PCR protocols for detection of these polymorphisms were followed according to Underhill et al.
1997 [26] and haplogroups defined according to the Y Chromosome Consortium (2002) [27] nomenclature.
Mitochondrial DNA Sequence Analyses
The samples were amplified with primers L15997 and H16391 [28] for obtaining the sequence information in hypervariable segment I (HVSI). Amplicon sequence was determined using Genetic Analyzer ABI 3100 (Applied Biosystems, USA). A total of 100 samples from the 5 communities were sequenced for the HVSI region of the mtDNA. The final sequence information generated for each individual was a stretch of length of 390 nucleotides for base positions 16010 to 16400. The mtDNA sequences were aligned using the Clustal W program available in the software package -Bio Edit. For identifying the variable nucleotide positions the sequences were compared with the revised Anderson sequence [29] . The inter-population distances were calculated using AMOVA analysis option present in Arlequin software.
Neighbour-joining tree was built using the software programme -Mega. Tables   Table 1 -Distribution 
